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	CHR
	Position
	SNP
	Gene
	Type

	1
	11778965
	rs1801133
	MTHFR
	FOL, HCY, Homocysteine levels (1)

	5
	74672240
	rs10045497
	HMGCR
	Cholesterol, LDL, Lipid traits (2)

	6
	31886508
	rs2075799
	HSPA1L
	ASO, C4, Complement C3 and C4 levels (3)

	6
	32471933
	rs2076529
	BTNL2
	C3, C4, Waist-hip ratio (4)

	6
	32038330
	rs2734331
	SKIV2L
	ASO, C4, Blood metabolite levels (5)

	9
	135143989
	rs579459
	ABO
	Cholesterol, LDL, Blood metabolite ratios (5), Urinary metabolites (H-NMR features) (6),  Coronary artery disease or ischemic stroke (7), Coronary artery disease (7), Coronary artery disease or large artery stroke (7), Red blood cell traits (8), Liver enzyme levels (alkaline phosphatase) (9), Coronary heart disease (9), Soluble levels of adhesion molecules (10), Soluble E-selectin levels (11)

	9
	135144125
	rs649129
	ABO
	Cholesterol, LDL, Blood metabolite ratios (5), Soluble levels of adhesion molecules (12)

	9
	135139220
	rs507666
	ABO
	Cholesterol, LDL, Lipid traits (2)

	9
	135144688
	rs495828
	ABO
	Cholesterol, LDL, Blood metabolite ratios (5)

	9
	135143696
	rs651007
	ABO
	Cholesterol, LDL, Iron status biomarkers (ferritin levels) (13), Blood metabolite levels (5), Serum alkaline phosphatase levels (14), End-stage coagulation (15), Metabolite levels (16), E-selectin levels (17)

	12
	109898844
	rs12229654
	CUX2
	ALT, FERR, Glucose, OSTEOC, SHBG, TE, TG Metabolic syndrome (18), BMI (19), Glycemic traits (20), HDL Cholesterol (16), Gamma glutamyl transpeptidase (16), Alcohol consumption (21)

	12
	109870510
	rs2188380
	CUX2
	ALT, BMI, FERR, Glucose, OSTEOC, SHBG, TG, TE, Gout (22)

	12
	110594872
	rs3782886
	BRAP
	ALT, BMI, FERR, FOL, Glucose, OSTEOC, SHBG, TE, TG, Myocardial infarction (23), Hematological and biochemical traits (24)

	12
	110726149
	rs671
	ALDH2
	ALT, BMI, FERR, FOL, Glucose, OSTEOC, SHBG, TE, TG, Body mass index (19), Alcohol consumption (maxi-drinks) (25), Response to alcohol consumption (flushing response) (25), Alcohol dependence (25), Renal function-related traits (sCR) (26), Intracranial aneurysm (27), Triglycerides (28), Coronary heart disease (29), Drinking behavior (30), Hematological and biochemical (24), Mean corpuscular hemoglobin concentration (24), Esophageal cancer (31)

	12
	109824626
	rs10774610
	CCDC63
	ALT, Glucose, TG, Drinking behavior (30)

	12
	109818005
	rs10849915
	CCDC63
	ALT, TG, Alcohol consumption (21)

	12
	111302166
	rs11066280
	RPL6
	FERR, OSTEOC, Cholesterol, Metabolic syndrome (18), Systolic blood pressure (32), Diastolic blood pressure (32), Hypertension (32), Drinking behavior (30), Coronary heart disease (32), Metabolite levels (16), Esophageal cancer (33), Blood pressure (34)

	12
	111129784
	rs2074356
	C12orf51
	OSTEOC, TG, Glycemic traits (20), Renal function-related traits (BUN) (26), Gamma glutamyl transpeptidase (16), HDL Cholesterol (16), Esophageal cancer (33), Alcohol consumption (21), Biomedical quantitative traits (35)

	12
	109835038
	rs3782889
	MYL2
	TG, ALT, Coronary heart disease (36)

	15
	49386975
	rs10519302
	CYP19A1
	Estradiol, FSH, Height (37)

	15
	56470658
	rs1532085
	LIPC
	Cholesterol, HDL Cholesterol (16), TG (28), Cholesterol, total (38), Red blood cell traits (8), Metabolite levels (16), Metabolic syndrome (39), HDL Cholesterol (40), Cholesterol,  total (40), Lipid metabolism phenotypes (41), HDL Cholesterol (42), Cholesterol (42), HDL Cholesterol (43)

	15
	49317787
	rs16964211
	CYP19A1
	Cholesterol, Height (44, 45)

	15
	49356702
	rs2305707
	CYP19A1
	Estradiol, FSH, Height (26)

	15
	49311584
	rs2414095
	CYP19A1
	Estradiol, FSH (46), Hormone measurements (46)

	15
	49301021
	rs6493487
	CYP19A1
	Estradiol, FSH, Thiazide-induced adverse metabolic effects in hypertensive patients (47)

	15
	49321839
	rs727479
	CYP19A1
	Estradiol, FSH, Estradiol levels (48), 

	17
	7403693
	rs3803800
	TNFSF13
	IgM, IgG, IgA nephropathy (49), IgA levels (50), Non-albumin protein levels (51), IgA nephropathy (52)

	17
	7409953
	rs11078697
	SENP3
	IgM, SHBG, IgM levels (53)

	17
	7452799
	rs11653545
	FXR2
	IgM, SHBG, IgM levels (53)

	19
	50107480
	rs445925
	LOC100129500
	Cholesterol, LDL, Response to statins (LDL Cholesterol change) (54), Blood metabolite ratios (5), Lipoprotein-associated phospholipase A2 activity and mass (55), Apolipoprotein Levels (56), Metabolite levels(57), Carotid intima media thickness (58), Cardiovascular disease risk factors (59)
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